ABSTRACT We report the draft genome sequence of Bacillus thuringiensis DPC6431, a producer of the anticlostridial bacteriocin thuricin CD and isolated from a human fecal sample. The assembly comprises 96 contigs for a total of 5,581,839 bp, with 32.5% GϩC content.
quantified using the Kapa Biosystems library quantification kit for Illumina on a Roche LightCycler 96 quantitative PCR (qPCR) machine. Libraries were sequenced on an Illumina HiSeq platform using a 250-bp paired-end protocol. Reads were adapter trimmed using Trimmomatic 0.30 with a sliding window quality cutoff of Q15 (8) . De novo assembly was performed on samples using SPAdes version 3.7 (9) , and contigs were annotated using the RAST server (10) (11) (12) . Both platforms were used on default mode.
The whole-genome sequencing was performed at 30ϫ coverage, yielding a total of 1,824,237 reads after trimming and quality filtering. The draft genome of B. thuringiensis DPC6431 consists of 96 contigs with a contig N 50 length of 304,462 bp, a total of 5,581,839 bp, and a GϩC content of 32.5%. The largest contig was 756,911 bp, and the smallest contig was 255 bp. The median insert size was 855 bases. The total number of coding sequences was 5,894, and the number of RNAs was 107.
In silico analysis using the BAGEL4 Web server (13) confirmed the presence of a thuricin CD biosynthetic cluster and revealed the presence of cerein B structural, transporter, regulation, and immunity genes, as well as other areas of interest related to linear azol(in)e-containing peptides (LAPs). Two potential clustered regularly interspaced short palindromic repeat (CRISPR) arrays involved in antiviral defense mechanisms were identified using CRISPRFinder (14) . The public availability of this draft genome will strengthen the value of the strain as a bacteriocin producer and allow for deeper analysis for future biotechnological applications.
Data availability. This draft genome sequence has been deposited at DDBJ/ENA/ GenBank under the accession number SCLP00000000. The version described in this paper is version SCLP01000000. Raw sequencing data have been deposited in the SRA database under accession number PRJNA515439.
